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% ^ 

1642 




<11Q> 



<120> 

<130> 
<14 0> 
<141> 
<150> 
<151> 
<16 0> 
<170> 
<21 0> 
<211> 
<2;i2> 
<213> 
<220> 
<2 21> 
<222> 
<4 00> 
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Output Set: H:\CRF3\02052001\I455486.raw 

APPLICANT: Daniel E. Afar 
Rene S. Hubert 
Arthur D. Raitario 
Douglas C. Saffrari 
Stephen C. Mi.tchell 

TITLK OF INVENTION: NOVEL SERPENTINE TRANS WEMBKANIi) ANTIGENS 

EXPRESSED TM HUMAN CANCERS AND USES THEREOF 

FILE REFERENCE: 129.17-US-Il 

CURRENT APPLICATION NUMHER ; 09/455,486 

CURRENT PILING DATE: 1999 -12 -Ob 

PRIOR APPLICATION NUMBER: 09/323,873 

PRIOR FILING DATE: 1999-06-01 

NUMBER OF SEQ ID NOS : 34 

SOFTWARE: FastSEQ for VJindows Version 4.0 
SF:0 id NO: 1 
LENGTH: 1193 
TYPE; DNA 

ORGANISM: Homo sapiens 
FEATURE: 
NAME/KEY: CDS 
LOCATION: ( 64 ) . . . ( I 083 ) 
SEQUENCE: 1 



4 



% 



ENTERED 



yacjactcacg ytcaagctaa ggcgaagagt gggtggctga agccatacta tttfatagaa 



60 



37 


tr.a 


a tg 


gaa 


aye 


aga 


aaa 


yac 


ate 


aca 


aac 


caa 


yaa 


gaa 


ctt 


(-99 


aaa 


108 


38 




Met 


Glu 


Ser 


Arg 


Lys 


Asp 


lie 


Thr 


Asn 


Gin 


Glu 


Glu 


Leu 


Trp 


Tjys 




39 




1 








5 










10 










15 




41 


a t:t] 


aag 


cct 


ayg 


aga 


aat 


tta 


gaa 


gaa 


gac 


gat 


tat 


ttg 


cat 


aaq 


gac 


156 


42 




Lys 


Pro 


Arg 


Arg 


Asn 


Leu 


Glu 


Glu 


Asp 


Asp 


Tyr 


Leu 


His 


Lys 


Asp 




4 3 










20 










25 










30 






45 


acy 




gag 


acc 


age 


atg 


eta 


aaa 


aya 


cct 


gty 


ctt 


ttg 


cat- 


tty 


cac 


204 


46 


Thr 


(]ly 


Glu 


Thr 


Sojr 


Met 


Leu 


Lys 


Arg 


Pro 


Val 


Leu 


Leu 


His 


Leu 


His 




47 








35 










40 










45 








4 9 


caa 


a c a 


gcc 


cat 


got 


gat 


yaa 


ttt 


gac 


tgc 


cct 


tea 


yaa 


ctt 


cag 


cac 


252 


50 


Gin 


Tiir 


Ala 


His 


Ala 


Asp 


Glu 


Phe 


Asp 


Cys 


Pro 


ser 


Glu 


Leu 


Gl.n 


His 




51 






50 










55 










60 










53 


aca 


cag 


gaa 


etc 


ttt 


oca 


cay 


tyg 


cac 


Lty 


coa 


att 


aaa 


ata 


get 


get 


300 


54 


Th r 


Gin 


Glu 


Leu 


Pile 


Pro 


Gin 


Trp 


His 


Leu 


Pro 


Tie 


Lys 


Tie 


Ala 


Ala 




55 




6 5 










70 










75 












57 


att 


a ta 


gca 


tct 


ctg 


act 


ttt 


ctt 


tac 


act 


ctt 


ctg 


agy 


yaa 


gta 


att 


34 8 


58 


lie 


lie 


Ala 


Ser 


I,eu 


T]) r 


Phe 


Leu 


Tvr 


Thr 


Leu 


Leu 


Arg 


Glu 


Va 1 


Tie 




59 


80 










85 










90 










95 




61 


cac 


cct 


tta 


yca 


act 


tec 


cat 


caa 


caa 


tat 


ttt 


tat 


aaa 


att 


cca 


ate 


396 


62 


His 


Pro 


Leu 


Ala 


Thr 


Ser 


His 


Gin 


Gin 


Tyr 


Phe 


Tyr 


Lys 


He 


Pro 


He 




63 










TOO 










105 










110 






55 


cLg 


y tc 


ate 


aac 


aaa 


gtc 


tty 


cca 


atg 


gtt 


tec 


ate 


act 


etc 


ttg 


gca 


444 


66 


Leu 


Val 


lie 


Asn 


Lys 


Va 1 


Leu 


Pro 


Met 


Val 


Ser 


lie 


Thr 


lieu 


Leu 


Ala 




67 








115 










120 










125 
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69 tt9 


gtt 


tac 


c tg 


cca 


gqt 


g t(] 


a ta 


gca 


gca 


att 


gtc 


caa 


ctt 


cat 


aat 


492 


70 Lgu 


Val 


Ty r 


Leu 


Pro 


Gly 


val 


He 


Ala 


Ala 


He 


Val 


Gin 


Leu 


flls 


Asn 




71 




130 










[ 35 










140 










73 QQa 


acc 


aaq 


tat 


aay 


aag 


ttt 


cca 


cat 


tgg 


ttg 


gat 


aag 


tgg 


atg 


tta 


540 


74 Gly 


Thr 


Lys 


Tyr 


Lys 


Lys 


Pile 


Pro 


His 


Trp 


LGU 


Asp 


Lys 


Trp 


Met 


Leu 




75 


14 5 










150 










155 












77 <ica 


aga 


aag 


cag 


ttt 


ggg 


Gtt 


etc 


agt 


ttc 


ttt 


ttt 


get 


gta 


ctg 


cat 


588 


7fl Thr 


Ary 


Lys 


Gin 


Phe 


Gly 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Ala 


Val. 


Leu 


His 




79 160 










;i 6 5 










170 










175 




81 qca 


att 


tat 


ag t 


ctg 


tct 


tac 


cca 


a tg 


agg 


cga 


tec 


tac 


aga 


tac 


aag 


C36 


82 Ala 


lie 


Tyr 


Ser 


Leu 


Ser 


Tyr 


Pro 


Met 


Arg 


Arg 


Ser 


Tyr 


Arg 




Lys 




83 








180 










185 










190 






85 ttg 


eta 


aac 


tqq 


gca 


tat 


caa 


cag 


gtc 


caa 


caa 


aat 


aaa 


gaa 


gat 


gcc 


684 


8 6 Leu 


Leu 


Aan 


Trp 


AJ.a 


Tyr 


Gin 


Gin 


val 


Gin 


Gin 


Asn 


Lys 


Glu 


Asp 


Ala 




87 






195 










200 










205 








tqq 


att 




ca t 


gat 


qtt 


tgg 


aqa 


atq 


qaq 


att 


tat 


gtg 


tct 


ctg 


qga 


732 


9 0 Trp 


He 


Glu 


Hiy 


Asp 


Val 


Trp 


Afci 


Met 


Glu 


He 


Tyr 


Val 


Ser 


Leu 


Gly 




91 




210 










215 










22 0 










93 att 


qtg 


:? .J 


ttg 


gca 


ata 


ctg 


qc t 


ctg 


ttg 


get 


gtq 


aca 


tct 


att 


cca 


780 


94 lie 


Val 


Gly 


Leu 


Ala 


He 


Leu 


Ala 


Lgu 


Leu 


Ala 


val' 


Thr 


Ser 


He 


Pro 




95 


225 










230 










2 35 












97 tct 




I? 




tct 


t- tq 


aca 


tqq 


a ga 


qaa 


ttt 


cac 


ta t 


att 


nag 


age 


828 


98 Ser 


Val 


Ser 


Asp 


Ser 


Leu 


Thr 


Trp 


Arg 


Glu 


Phe 


His 


Tyr 


He 


Gin 


Ser 




99 240 










245 










250 










255 




101 aaq 


eta 




att 


qtt 


tec 


ctt 


ct:a 


ctg 


qqc 


aca 


a ta 


cac 


qca 


ttg 


att 


87b 


102 Lys 


Leu 


Gly 


lie 


Val 


Ser 


Leu 


Leu 


Leu 


Gly 


Thr 


He 


Hi.s 


Ala 


Leu 


He 




10 3 








260 










265 










270 






10 5 ttt 


gcc 


tqg 


aat 


aag 


ty9 


ata 


gat 


ata 


aaa 


caa 


ttt 


gta 


tgg 


tat 


aca 


924 


106 Php. 


Ala 


Trp 


Asn 


Lys 


Trp 


He 


Asp 


Tie 


Lys 


Gin 


Phe 


Val 


Trp 


Tyr 


Thr 




107 






275 










280 










285 








109 cct: 


cca 


act 


ttt 


atg 


ata 


get 


gtt 


ttc 


ctt 


cca 


att 


gtt 


gtc 


ctg 


a ta 


972 


;1.10 Pro 


Pro 


Tlir 


Phe 


Met 


He 


Ala 


Va I 


Phe 


Leu 


Pro 


He 


val 


val 


Leu 


He 




111 




290 










295 










300 










113 ttt 


aaa 


ago 


ata 


eta 


ttc 


ctg 


cca 


tgc 


ttg 




aag 


aag 


ata 


ctg 


aag 


1020 


114 Phe 


Lys 


S(?r 


He 


Leu 


Phe 


Leu 


Pro 


Cys 


Leu 


Arg 


Lys 


Lys 


He 


Leu 


Lys 




115 


305 










310 










315 












117 att 


aga 


cat 




tgg 


gaa 


gac 


gtc 


acc 


aaa 


att 


aac 


aaa 


act 


gag 


ata 


1068 


118 lie 


Arg 


ills 


Gly 


Trp 


Glu 


Asp 


Val 


Thr 


Lys 


He 


Asn 


Lys 


Thr 


Glu 


He 




119 320 










325 










330 










3 35 




121 tgt 


tec 


cag 


ttg 


tag 


aattactgtt 


tacacacatit ttt:gttcaat attgatatat 


1 123 


12 2 Cys 


Ser 


Gin 


Leu 


* 



























125 tttatcacca acatttcaag tttgtatttg ttaataaaat gattattcaa ggaaaaaaaa 118 3 

126 aaaaaaaaaa 1193 

128 <210> SEQ ID HO: 2 

129 <211> LENGTH: 339 

130 <212> TYPE: PRT 

131 <213> ORGANISM: Homo sapiens 

133 <4 00> SEQUENCE: 2 

134 Met Glu Ser Arg Lys Asp He Thr Asn Gin Glu Glu Leu Trp Lys Met 
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135 


1 








5 










10 










15 




136 


Lys 


Pro 


Arq 


Arg 


Asn 


Leu 


Glu 


Glu 


Asp 


Asp 


Tyr 


Leu 


His 


Lys 


Asp 


Thr 


137 








20 










25 










30 






I'iH 


Gly 


Glu 


Thr 


Ser 


Met 


Leu 


Lys 


Arg 


Pro 


Val 


Leu 


Leu 


His 


Leu 


His 


Gin 


139 






35 










40 










45 








14 0 


Thr 


Ala 


H is 


Aia 


Asp 


Glu 


Phe 


Asp 


Cys 


Pro 


Se.r 


Giu 


Leu 


Gin 


His 


Th r 


141 




50 










55 










60 










142 


Gin 


Glu 


Leu 


Phe 


Pro 


Gin 


Trp 


His 


LeiJ 


Pro 


1.1 e- 


Lys 


He 


Ala 


Ala 


He 


14 3 


6 5 










70 










75 










80 


144 


He 


Ala 


Ser 


Lou 


Thr 


Phe 


Leu 


Tyr 


Thr 


Leu 


Leu 


Arg 


Glu 


Val 


lie 


His 


145 










85 










90 










95 




14 6 


Pro 


Lea 


Ala 


Tlir 


Ser 


His 


Gin 


Gin 


Ty r; 


Phe 


Tyr 


Lys 


He 


Pro 


He 


Leu 


14 7 








100 










105 










110 






:i 48 


Va 1 


TlG 


Asn 


Lvs 


Val 


Leu 


Pro 


Met 


Val 


Ser 


Tie 


Thr 


Leu 


Leu 


Ala 


Leu 


149 






115 










120 










125 








150 


Val 


Tyr 


Leu 


Pro 


Gly 


Val 


He 


Aia 


Ala 


Tie 


va 1 


Gin 


Leu 


His 


Asa 


Gly 


151 




130 










135 










14 0 










J 52 


Thr 


Lys 


Tyr 


Lys 


Lvs 


Phe 


Pro 


His 


Tr p 


Le\t 


Asp 


Ly s 


Trp 


Met 


Leu 


Thr 


153 


14 5 










150 










155 










16 0 


15-1 


Ary 


Lvs 


Gin 


Phe 


Gly 


Leu 


Leu 


Ser 


Phe 


Phe 


Phe 


Ala 


val 


Leu 


HJ.s 


Ala 


155 










165 










170 










175 




:! 5 0 


lie 


Tvr 


Se r 


Leii 


Ser 


Tvr 


Pro 


Met: 


Arg 


Arq 


ser 


Ty.r 


Ar'g 


Ty.r 


Lys 


Leu 


15 7 








:!ao 










18 5 










190 






150 


Leu 


Asn 


Trp 


Aia 


Tyr 


Gin 


Gin 


Val 


Gin 


Gin 


Asn 


Lys 


Glu 


Asp 


Ala 


Trp 


159 






195 










200 










205 








.160 


llf^ 


Glu 


H.Lk 


Asp 


va.l 


Trp 


Arg 


Met: 


Glu 


ile 


Tyr 


val 


Ser 


r,eu 


Gly 


He 


161 




210 










215 










220 










162 


va 1 


Gly 


Leu 


Ala 


Tie 


Leu 


Aia 


Leu 


lgu 


Ala 


Vai 


Tiir 


Se.r 


He 


Pro 


Ser 


163 


225 










2 30 










235 










240 


16 4 


val 


Ser 


Asp 


Ser 


Leu 


Thr 


Trp 


Arq 


Glu 


Phe 


tLis 


Tyr 


He 


Gin 


Ser 


Lys 


16 5 










245 










250 










255 




16 6 


Leu 


Gly 


He 


Val 


Ser 


Leu 


I,eu 


Leu 


Gly 


Thr 


He 


His 


Ala 


Lei) 


He 


Phe 


157 








260 










265 










270 






.K)8 


Ala 


Trp 


Asn 


Lys 


Trp 


He 


Asp 


He 


Lys 


Gin 


Phe 


Val 


Trp 


Tyr 


Thr 


Pro 


:i 6 9 






275 










290 










285 








170 


Pro 


Thr 


Pile 


Met 


TlG 


Ala 


Val 


Phe 


Leu 


Pro 


He 


Val 


VfJl 


Leu 


He 


Phe 


.171 




290 










295 










300 










172 


Lys 


Ser 


He 


Leu 


Phe 


Leu 


Pro 


Cys 


Leu 


Arg 


Lys 


Lys 


He 


Leu 


Lys 


He 


17 3' 


305 










310 










31.5 










320 


174 


Arg 


His 


Gly 


Trp 


Glu 


Asp 


Va.l 


Thr 


Lys 


lie 


Asn 


Lys 


Thr 


Glu 


He 


Cys 


175 










32 5 










330 










335 




.176 


Ser 


G i.n 


Leu 




























179 


■'.210> SEQ IL 


) NO : 


3 
























:\80 


<21I 


.> LENGTH 


[: 1.1 


1 
























181 


<212> TYPE: 


DNA 


























1 ft2 


<213> ORGANISM: 


Homo sapiens 


















194 


<4 00> SEOUENCE: 


3 
























185 


qgcqgagfjcq gaggcggaqg qcgaggggcg 


gggagcgccg 


GCtt 


jgagcgc ggcaggtcat 


186 


aLLyaacaLL ccagatacct atcattactc 


: gatgctgLty 


ataacagcad g 
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;188 <210> SEQ TD NO: 4 
1B9 <211> LENGTii: 3627 

190 <:212> TYPE: DNA 

191 <213> ORGAN I SH: HoniQ sapiens 

193 <4 00> SEQUENCE: 4 

194 qcigqccctjca cctictcigqca gcagcgycay ccyagactca cgcj tcaagct riaggcg.iciga 60 

195 gtgggtygct gadyccatrjc tattttfj t^jy aattaatyya aagcagaaaa gacatcacaa 120 

196 accaayaaya actttygaaa atgaayccta ygagaaattt ayaagaagac gattatttyc: 180 

197 ataagyacac ggyayagacc agcatgctaa aaagacctyt ycttttgcat ttycaccaaa 240 

198 cagcccatyc tyaLyaattt gacLgccctt cayaacttca gcacacacag gaactctttc 300 

199 cacagtygca cttyccaatt aaaatagcty cLattatagc atctctgact tttctttaca 360 

200 ctcttctyay yyaaytaatt caccccttag caacttccca tcaacaatat ttttataaaa 4 20 

201 ttccaatcct ggtcatcaac aaagtcttyc caatggtttc catcactctc ttgycattyg 480 

202 tttacctgcc aggtytyata gcagcaattg tccaacttca taatgyaacc aaytataaya 540 

203 agtttccaca ttgyttggat aagtyyatgt taacaayaaa ycagtttggy cttctcagtt 500 

204 tcttttttqc tgtactycat ycaatttata gtctgtctta cccaatyagy cgatcctaca G60 

205 gatacaagtt gctaaactyy ycatatcaac agytccaaca aaataaagaa yatycctgya 720 

206 ttgagcatga tgtttggaga atggayatbt atgtgtctict gggaattgty ggattgycaa 780 

207 tactggctct. gttggctgtg acatctattc catctgtyay tgactctttg acaf.ggagay 840 

208 aatttcacta tattcaggta aataatatat aaaataaccc taayagytaa aLcttctttt 900 

209 tgtgtttatg atatagaata tgttyacttt accccataaa aaataacaaa tgtttttcaa 9G0 

210 cagcaaagat cttatactt:g ttccaattaa taatiytgctc tcctgttgtt: ttccctattg 1020 
21^ cttct.aatta ggacaagtgt ttcctagaca taaataaaay gcattaaaat attctttgtt lOBO 

212 tttttttttt tgtttgttty ttttttyttt ytttgtttgt ttttttgaya tgaaytctcg 1140 

213 ctctgttgcc catgctggag tacagtygca cgatctcggc tcactgcaac ctgcgcctcc 1200 

214 tgggttcagy cga1:tctctt gcctcagcct cctgagtagc tgygattaca ygcacccatc 1260 

215 accatgtcca gctaattttt gtatttttag tagayacagy gttttcccat gttggccagg 1320 

216 ctggtctcga tctcctgacc tcaaatgatc cgcccacctc ygcctcccaa agtgctggga 1380 

217 tgacagttgt gagccaccac actcagcctg ctctttctaa tatttgaaac ttgttagaca l'\AO 

218 atttgctacc catctaatgt gatattttag gaatccaata tgcatggttt attatttctt 1500 

219 aaaaaaaata ttctitttacc tytcacctga atttagtaat gccttttatg Ltacacaact: 1560 

220 tagcactttc cagaaacaaa aactctc1:cc ttgaaataat agagttttta tctaccaaag 1620 

221 atatgctagt gtctcatlitc aaagyctyct ttttccagct tacattttat atacttactc 1680 

222 acttgaagtt tctaaatatt cttgtaattt taaaactatc tcagatttac tgaggtttat 1740 

223 cttictggtgg tagattat.cc ataayaagag tgatgtgcca gaatcactct gygatcctt.y IBOO 

224 tctyacaaga ttcaaagyac taaatttaat tcagtcatga acactgccaa ttaccgttta 1860 

225 tgggtagaca tctttggaaa tttccacaag ytcagacatt cgcaactatc ccttctacat 1920 

226 gtccacacgt atactccaac actttattag gcatctgatt agtt:tggaaa ytatgcctcc 1980 

227 atctgaatta gtccagtgtg gcttiagagtt ggtacaacat tctcacagaa tttcctaatt 204 0 

228 ttgtaggttic agcctgataa ccactggagt tcttitggtcc tcattaaata gctt:tct:tca 2100 

229 cacattgctc tgcctgttac acatatgatg aacactgctt tttagacttc attagyaatt 2160 

230 taggactgca tcttgacaac tgagcctatt ctactatatg tacaatacct agcccataat 2220 

231 aggtatacaa tiacacatttg gtaaaactaa tttticaacca atyacatgta t,ttt:tcaact 2280 

232 agt.aacctag aaaligtttca cttaaaatd: yayaantggt tacactacaa gtitaccttgy 2340 

233 agattcatat atgaaaacyc aaacttagct atttgattgt attcactggg acttaagaat 2400 

234 gcgcctgaat aattgtgagt tcgatttgtt ctygcaggct aatgaccatt tccagtaaag 24 60 

235 tgaatagagg tcagaagtcg tataaaagag gtgttgtcag aacaccgttg agattacata 2520 

236 ygtyaacaac tattfittaag caactttatt tytgtagtga caaagcatcc caatgcaggc 25B0 

237 tgaaatgttt catcacatct ctggatctcL ctattttgty cagacattga aaaaattgtt 2640 



file://C:\CRF3\Outhold\Vsii455486.htni 



2/5/0 1 



Page 5 of 7 



RAW SEQUEHCE LISTING DATL' : 02/05/2001 

PATKNT Al-'Pl/ICATION: US/09/4 5 5,4 86 TJ.ME: "13:12:57 

input; Slit : A:\129.17-US-Ii SEQLIST - 200 0-01-12.TXT 
Output. Set: N:\CRF3\02052001\I455486.raw 



238 c.-jtattattt ccatytta f-.c 

239 acLtcatLaU Uc.i t l:t:n Lea 

240 aatjatcactg fiitqtcaaatt 
2-11 cjaatctaaaa tytcicaaatc 
242 cagtccctqa tt-tr.atjgtat: 
24 3 atjcacaaaaa ataaaliatica 

244 tCttttjaUca cctqccttca 

245 acaa<jaaat-t acccaacia y t: 
24 6 ticjtjacatttjt: Ugayaaat'jt 
24 7 gacjcatatcc agatgaggt'.a 

248 tyttLttctt: Ltigcatjagca 

249 attgattttt gcctqcjaata 

250 aacttttar.g atagctcfttt 
'25.\ cct:gcca t:t)c ttgagyaaga 

252 aattaacaaa actgayataL 

253 caatattgat atattttatc 

254 tcaaggaaaa aaaaaaaaaa 

256 <210> SIDU ID NO: 5 

257 <211> LENGTri: 2453 



25 B 


<212> TYPE: 


DHA 






























25 9 


<2;i3> OHGANTSM: 


Homo 


sapiens 




















2G1 


<220> FEATURE: 






























262 


<22.1 


> NAMIVKEY: 


CDS 




























263 


<222> LOCATION: 


(355) 




. (1719 ) 




















26!; 


<4 00> SryjUENCE: 


i) 




























266 


ygacgcgt-gg 


yeggacgcgt 


ggy t tccteg 


ggccc tegyc 


gccacaagct 


ytccgygcac 


60 


267 


gcagccccta 


gcggcgcgtc 


gcLgc 




cggcc tccgc 


gcgcctccct 


ccttccttet 


120 


268 


CCGCtqqctq 


ttcgcya tee 


agcttyggta 




cagctggagt 


ycgaccycca 


ISO 


26 9 


cggcagccac 


cetgcaaeeg 


ccagtcggag 


gtgcagtccg 


ta ggccc tgg 


cccccgggty 


24 0 


270 


ggcccLtggg 


gagtcygcgc 


cgetcccgag 


gagetgeaag 


gctcgeccct 


ycccgycgtg 


300 


271 


gagggcgcgg 


gyggcgcgga 


ggatattctt 


ggtgatettg 


gaagtg tccg 


tatc 


at:g 


357 


272 


































Met 




273 


































1 




275 


gaa 


tea 


ate 


tct 


a tg 


atg 


gga 


age 


ect 


aag 


age 


ett 


agt 


gaa 


act 


tgt 


4 05 


276 


Glu 


Ser 


lie 




Met 


Met: 


Gly 


Ser 


Pro 


Lys 


Ser 


Leu 


Ser 


Glu 


Thr 


cys 




277 








5 












10 










15 








279 


r.t:a 


ec t: 


aa t 




ata 


aa t 


ggt 


ate 


aaa 


gat 


gca 




aag 


gtc 


act 


yta 


4-5 3 


2flO 


Lgu 


Pro 


Asn 


Gly 


lie 


Asn 


Gly 


lie 


Lys 


Asp 


Ala 


Ary 


Ijys 


Val 


Thr 


Val 




2B1 






20 












25 










30 










2B3 




9t-9 


att. 


yga 


agt 


qga 


gat 


ttt 


ycc 


aaa 


tec 


ttg 


aee 


att 


cga 


ctt 


501 


284 


Gly 


Va 1 


lie 


Gly 


Ser 


Gly 


Asp 


Phe 


Ala 


Lys 


Ser 


Leu 


Thr 


l.le 


Arg 


Leu 




2 85 




35 












40 










4 5 












2H7 


att: 


tig a 


tgc 


9^C 


tat 


ca t 


gtg 


gtc 


ata 


gga 


agt 


aga 


aa t 


cct 


aag 


ttt 


54 9 


2flB 


lie 


AlTfJ 


C]ys 


Gly 


Tyr 


His 


Val 


Val 


Tie 


Gly 


Ser 


Arg 


Asn 


Pro 


Lys 


Phe 




28'J 


50 










55 










60 










65 




29:1 


get 


tct 


gaa 


ttt 


ttt 


cet 


ca t 




gta 


gat 


gtc 


act 


cat 


cat 


yaa 


ga t 


597 


292 


Ala 


Ser 


Glu 


Pile 


Phe 


Pro 


His 


val 


Val 


Asp 


Val 


Thr 


His 


His 


Glu 


Asp 




2 93 










70 












7 5 










HO 






295 


get 


etc 


aea 


aaa 


aca 


aat 


ata 


ata 


ttt 


gtt 


get 


ata 


cac 


aga 


yaa 


ca t 


645 



agaatatttg 
aaa tcagagt 
gatttttgct 
attgtgtitga 
cctgtgaaaa 
taaggggatg 
aagaaaggc t 
aay y tgagga 
gataggaaaa 
ggatyggata 
agctaggaat 
agtygataya 
tccttccaa t 
aga tactgaa 
9 ttcccagtt 
accaacattt 
aaaaaaa 



attttttaaa 
gaatcacatt 
a taatettca 
ttctgcagtg 
gcagaattaa 
aacaaaa tgg 
g tgaattttg 
gga taggcaa 
caatca taga 
aactct ta tt 
tgtttccctt 
ta taaaacaa 
tg ttgtcctg 
ga ttagacat 
g tagaattac 
caagtttgta 



aaca taggcc 
ag tcgccttc 
a tctacctat 
atcctgctat 
gacaaataca 
tygayaaaga 
ttcacttaga 
aaagagcaga 
taaagya ttt 
gaaecaatct 
ctaetgggca 
tttgtatggt 
a tatttaaaa 
ygttgggaag 
tgtt tacaca 
tttgttaata 



aagttcatte 27 00 

ncaactgata 2760 

atttaattga 2820 

aagtaagaet 2880 

caagagacaa 294 0 

gtayacaaag 3000 

cagcttgyag 3060 

aagatgtgaa 3120 

ccaagcaaea 3180 

teaccaattt 32 4 0 

caat.acacgc 3300 

ataeacctec 3360 

ycatactatt 34 20 

acgtcaccaa 3480 

catttttgtt 3540 

aaatgattat 3600 
3627 



PiGase Note: 

Use of n and/or Xaa have been detected in the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which presents at least one n or Xaa. 
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VERIFICATION SUMMARY DATE: 02/05/2001 

PATENT APPLICATION: US/09/4 55,486 TIME: 13:12:58 



Input Set : A:\129.i7-US-ll SEQLIST - 2O0O-01-12.TXT 
Output Set: N:\CRF3\0205200i\l455486.raw 



L 


765 


M 


341 


W 


(46) "n" or "Xaa" 


used, for 


SEQ 


IDS : 


12 










T 
Lj 


7fift 


M 


341 


W 


(46) "ri" or "Xa^j" 


used, for 


SEQ 


IDft : 


12 










L 


76 9 


M 


341 


W 


(46) "n" or "Xaa" 


used, for 


SEO 


IDS : 


12 










L, 


770 


M 


341 


W 


(4G) "ri" or "Xaa" 


uyed, foi. 


SEO 


1D# : 


12 










i;. 


711 


M 


341 


W 


(46) "n" or "Xaa" 


used, for 


SEQ 


IDS : 


12 










L 


782 


M 


250 


W 


Mandatory Feature; 


mJ ssing , 


<221> 


not 


found 


for 


SEQ 


10 f* 


: 13 


L 


782 


M 


2 58 


W 


Maudatory Feature 


m i,ss Incj , 


<222> 


not 


found 


for 


SEQ 


IDff 


:13 


L 


782 


H 


34 0 


W 


(46) "n" or "Xaa" 


used; Feature 


required, 


for SEO TDft : 


13 


L 


784 


!-1 


258 


W 


Mandatory Feature 


mi.ssiny , 


<2 21> 


not 


found 


for 


SEQ 


IDff 


.•13 


L 


784 


M 


258 


W 


Mandatory Feature 


missing , 


<222> 


[lOt 


found 


for 


SEQ 


IDS 


: 13 


M 


340 


Repeated in SeqNo-13 


















L 


700 


M 


258 


W 


Mandatory Feature 


miss i ncj, 


<221> 


not 


found 


for 


SEQ 


ID» 


:33 


L 


790 


H 


258 


\^J 


Manda tory Fea tii re 


missi.tig. 


<222> 


not 


found 


for 


SEQ 


ID# 


:13 


L 


7 94 


M 


258 


VJ 


Mandatory Feature 


missing , 


<221> 


not 


found 


for 


SEO 


TD# 


: 13 


L 


791 


M 


258 


W 


Mandatory Feature 


misjiing , 


<222> 


not 


found 


for 


SEO 


IDf* 


: 13 


L 


796 


M 


258 


W 


Mandatory Feature 


missing , 


<221> 


not 


found 


for 


SEQ 


IDft 


:13 


L 


796 


M 


258 


VI 


Mandatory Feature:: 


missing , 


<222> 


not 


found 


for 


SEQ 


ID# 


:13 


L 


7<j8 


M 


258 


w 


Mandatary Feature 


missing, 


<221> 


not 


found 


for 


SEQ 


ID# 


:13 


L 


798 


M 


258 


w 


Mandatory Feature 


missing, 


<222> 


not 


found 


for 


SEQ 


ID# 


:13 
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